ABSTRACT Here, we present the draft whole-genome sequence of Vibrio cholerae O1 El Tor strains 76 and M3265/80, isolated in Mariupol, Ukraine, and Moscow, Russia. The presence of various mutations detected in virulence-associated mobile elements indicates high genetic similarity of the strains reported here with new highly virulent variants of the cholera agent V. cholerae.
sequenced genomes deposited in GenBank showed that strains 76 and M3265/80 are directly related to outbreak isolates from India (2007), Bangladesh (2002 to 2007) , and Haiti (2010) . A more detailed analysis of these draft genomes will be the focus of a future publication. The whole-genome sequences of strains 76 and M3265/80 provide valuable insights into the evolution of cholera agents and will help improve disease control strategies. Accession number(s). The whole-genome shotgun projects have been deposited in DDBJ/ENA/GenBank under the accession numbers MPVL00000000 (76) and JRQL00000000 (M3265/80). The versions presented in this article are the first versions.
